[Prediction of retinoblastoma: linkage analysis of families with hereditary retinoblastoma by using polymorphic sites within the Rb gene].
Retinoblastoma (Rb) is one of the most common intraocular tumors in childhood. 40% of the cases are hereditary in nature. 10% are due to the transmission of a germline mutation from an affected parent, and 30% are due to new germ cell mutation. In the hereditary form, the mutation is inherited via a germ cell; therefore, the mutant gene is present in all somatic cells. The segregations of four polymorphic sites within the Rb gene were analyzed in six families with hereditary retinoblastoma. Two families were informed with probe p123M1.8, three were informed with probe p68RS2.0 and one was informed with PCR amplification of XbaI site; all six families were informed with PCR amplification of intragenic VNTR site RB1.20. Our results showed that linkage analysis of families with hereditary retinoblastoma by using intrageneic polymorphic sites could be applied to detect carriers and for prenatal diagnosis in families with hereditary retinoblastoma.